ABSTRACT Serratia marcescens is a Gram-negative bacterium causally linked to acroporid serratiosis, a form of white pox disease implicated in the decline of elkhorn corals. We report draft genomes of 38 S. marcescens isolates collected from host and nonhost sources. The availability of these genomes will aid future analyses of acroporid serratiosis.
USA). Adapter sequences and low-quality bases were removed from Illumina reads with TrimGalore! version 0.4.0 (options, -paired and -retain_unpaired) (12) . The processed reads were assembled de novo with Velvet version 1.2.10 (options -scaffolding, no; -exp_cov, 80; -cov_cutoff, 10; -min_contig_lgth, 500) (13) using the k-mer sizes listed in Table 1 . Hybrid assemblies were constructed with MaSuRCA version 3.2.1 (options, default) (14) using the mean insert sizes and insert size standard deviations calculated with BWA (15) . Assembly metrics were determined using QUAST version 5.0.2 (options, default) (16) . All genomes were annotated using the National Center for Biotechnology Information (NCBI) Prokaryotic Genome Annotation Pipeline (PGAP) (17) . Table 1 shows summaries of the 38 draft genome assemblies. The availability of these genomes will aid in more comprehensive analyses of S. marcescens and acroporid serratiosis.
Data availability. This whole-genome shotgun project has been deposited in GenBank under the accession numbers listed in Table 1 . The raw sequence reads were deposited in the Sequence Read Archive under the BioProject accession numbers PRJNA494152 (nonhybrid assemblies) and PRJNA438529 (hybrid assemblies). 
